The production of sheep's milk cheese has grown in recent years since it is a high value-26 added product with excellent properties. As such, it is necessary to provide data on the 27 microbiota and organoleptic characteristics of this product, as well as the influence of 28 these microorganisms on public health. Thus, the aim of the present study was to 29 characterize the microbial community of different types of sheep cheeses using high-30 throughput sequencing of the 16S rRNA gene. The study was conducted with four groups 31 of cheese: colonial, fresh, feta, and pecorino (n = 5 samples per group). The high-32 throughput 16S rRNA amplicon sequencing revealed 55 operational taxonomic units in 33 the 20 samples, representing 9 genera of the two bacterial phyla Firmicutes and 34 Proteobacteria. The predominant genera in the samples were Streptococcus and 35 Lactobacillus. When evaluating alpha diversity by the indexes of Simpson, Chao1, 36
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Introduction Table 1 presents the characteristics of the cheese groups. Fresh and Feta cheese are not 86 ripened, while Colonial and Pecorino are ripened, with lower moisture content. Thus, 87 these cheeses are harder and have a more pronounced flavor. Bioinformatics analysis of 16S rRNA amplicons were performed with QIIME 2 124 2019.4 [5] . Raw sequence data were quality filtered and denoised, dereplicated and 125 chimera filtered using the q2-dada2 plugin with DADA2 pipeline [6] . 1,000,000 reads 126 were used for training the DADA2 error model of each sequencing run. The 5' end 10 127 nucleotide bases were trimmed from forward and reverse read sequences due to low 128 quality. Reads with a number of expected errors higher than 2 were discarded. Read 129 length filtering was applied and the reads were trimmed at the first instance of a quality 130 score less than or equal to 11. The resulting reads with nucleotide overlap between the 131 forward and reverse reads below 20 and shorter than 240 bp length were discarded.
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Chimera removal was performed using the "consensus" method, in which chimeras are 133 detected in samples individually, and sequences found chimeric in a sufficient fraction of 134 samples are removed assuming at least 1.0-fold change of potential parents of a sequence 135 being tested as chimeric.
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The sequence variants (ASVs) obtained by DADA2 pipeline were merged into a   137   single feature table using the q2-feature-table plugin. All amplicon sequence variants   138   from the merged feature table were To determine the percentage by cheese group, see Table S4 . 192 Among the nine observed genera, two core microbiota were present in sheep observed among the evaluated groups ( Fig. 3 ; Table S5 ). When the Beta diversity ( Fig 5) was evaluated by the Bray-Curtis, Unifrac, and 226 Jaccard Index metrics, a significant difference was observed among the groups ( the microbiota has been studied for various foods, further clarification is required. One 264 prominent product is sheep's cheese since it includes raw material milk that is inherently 265 composed of nutrients for the development of various microorganisms.
In addition, sheep 266 cheese is a product that is increasing in production, making it necessary to thoroughly 267 understand the microbiota within it.
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The characterization of sheep cheese microbiota was performed in this study, 311 observed in the feta cheese group in this study can perhaps be associated with these 312 problems. Moreover, the presence of Staphylococcus sp. in feta cheese has also been 313 reported by other authors. The genus Pseudomonas has been described in spinach, raw 314 meat, and raw milk, while they are also recognized as common agents that contribute to 315 the deterioration of several types of food [29, 30] .
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Alpha diversity evaluated by the Simpson, Shannon, and Chao1 metrics did not 317 present significant differences. Upon evaluating the heat map, lower diversity was
318 observed in the colonial cheese group, which may be associated with the quality of the 319 raw milk and the high abundance of Lactobacillus sp. and Streptococcus sp. Jaccard index measurements, a significant difference was observed between some groups.
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This difference was verified when analyzing the q-value, since assessing only the p-value 324 is not sufficient. However, q-value is also considered. This is because q-value is a p-value 325 that has been set to the false detection rate (FDR the pasteurization process, with cheese made from raw milk showing more diversity [31] .
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In the present study, different methods were used to access the beta diversity, with 338 divergent results among them. The Jaccard and Unweighted Unifrac coefficients measure 339 the distance between communities based on the species they contain and does not take 340 into account abundance, being qualitative metrics.
In the context of our cheese groups,
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Jaccard and Unweighted Unifrac showed higher biodiversity difference. important factors in shaping the cheese microbiota. Although lactic acid bacteria were 352 predominant, it is necessary to elucidate the microbiome diversity of sheep cheese 353 samples since the production of this type of product is increasing. Moreover, it is 354 important to note that this diversity could be related to processing, hygienic habits during 
